Background
Following the publication of the paper 'Loss of Parp-1 affects gene expression profile in a genome-wide manner in ES cells and liver cells' [1] , we found an error in our data.
In the article, we used six replicates of microarray data of wild-type ES cells for comparison with the microarray data of Parp-1 knockout ES cells. We found that three replicate data were carelessly included in the data for wildtype ES cells. The comparison should have been carried out between three replicates for the Parp-1 +/+ ES cell line, J1, and three replicates for two Parp-1 -/-ES cell lines, 210-58 and 226-47, respectively. Therefore, we re-analyzed the data in ES cells according to the same criteria. The consequences of this error are reflected in changes to our results although the conclusions we obtained in the study are not affected. Table 1 (corrected)). Notably, a larger fraction of the genes, being 2.5%(238/9,640), was down-regulated, whereas only 1.1% (106/9,640) of the genes were up-regulated (see Table 1 (corrected)).
Corrected results in the text
We also made the heatmaps using the gene lists containing the 893 genes that showed a difference at p < 0.05 in ES cells ( Fig. 2A (corrected) ). Although we used independently isolated Parp-1 -/-ES cell clones, a clear and common alteration in the gene expression profile was observed (see Fig. 2A (corrected), and Tables 2 (corrected) and 3 (corrected)). 
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